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<170> FastSEQ for Windows Version 4.0 

<210> 1 
<211> 302 
<212> DNA 

<213> P. aeruginosa 

<220> 

<221> CDS 

<222> (2) . . . (301) 

<400> 1 

a gat ctg gcc age gcc gtg ggc ate cag tec ggc age ate ttt eat eac 49 

Asp Leu Ala Ser Ala Val Gly lie Gin Ser Gly Ser lie Phe His His 
15 10 15 



tte aag age aag gat gag ata ttg egt gee gtg atg gag gaa ace ate 97 
Phe Lys Ser Lys Asp Glu He Leu Arg Ala Val Met Glu Glu Thr He 
20 25 30 

cat tac aac ace gcg atg atg egc get tea ctg gag gag geg age acg 145 
His Tyr Asn Thr Ala Met Met Arg Ala Ser Leu Glu Glu Ala Ser Thr 
35 40 45 



gtg egc gaa cgc gtg ctg gcg ctg ate egc tgc gag ttg cag teg ate 193 
Val Arg Glu Arg Val Leu Ala Leu He Arg Cys Glu Leu Gin Ser He 
50 55 60 



- 2 - 



atg ggc ggc agt ggc gag gcc atg gcg gtg ctg gtc tac gaa tgg cgc 241 
Met Gly Gly Ser Gly Glu Ala Met Ala Val Leu Val Tyr Glu Trp Arg 
65 70 75 80 

teg ctg teg gcc gaa ggc cag gcg cac gtg ctg gcc ctg cgt gac gtg 289 
Ser Leu Ser Ala Glu Gly Gin Ala His Val Leu Ala Leu Arg Asp Val 
85 90 95 

tat gag cag ate t 302 
Tyr Glu Gin lie 
100 



<210> 2 
<211> 100 
<212> PRT 

<213> P. aeruginosa 
<400> 2 

Asp Leu Ala Ser Ala Val Gly lie Gin Ser Gly Ser lie Phe His His 

15 10 15 

Phe Lys Ser Lys Asp Glu lie Leu Arg Ala Val Met Glu Glu Thr lie 

20 25 30 

His Tyr Asn Thr Ala Met Met Arg Ala Ser Leu Glu Glu Ala Ser Thr 

35 40 . 45 

Val Arg Glu Arg Val Leu Ala Leu lie Arg Cys Glu Leu Gin Ser lie 

50 55 60 

Met Gly Gly Ser Gly Glu Ala Met Ala Val Leu Val Tyr Glu Trp Arg 
65 70 75 80 

Ser Leu Ser Ala Glu Gly Gin Ala His Val Leu Ala Leu Arg Asp Val 
85 90 95 

Tyr Glu Gin lie 
100 



<210> 3 

<211> 494 

<212> DNA 

<213> Homo sapiens 

<400> 3 

accttcagat cacagcagcc ttcctggcag 
tggctgagtg ccagacatet gagaaggccc 
gtctggcccg cagcctecgc aagcacttcc 
ccaagagcgt gcatgecatg cccgggttca 
aggaggagcg gctggetcgg aaggctgcac 
cattttgcag tgtgggccec aetgagtgtg 
9gcggecegt ggccetgcag ctggactaca 
tgctgccttg ccttggtgtc tgcaaggctc 
aggtatgggg gage 



ggctgttgte eegggagcae tggggcctge 60 
tgetccggeg ecaggcetgt gcccgctggt 120 
actccatccc geeagctgea eegggtgagg 180 
tctggctcat ccggagcctg tacgagatgc 240 
gtggcctgaa tgttgggeac etcaagttga 300 
etgccctgge etttgtgctg eagcacctcc 360 
actctgtggg tgacattggc ctggageagc 42 0 
tgtagtgagt gttactgggc attgctgttc 480 

494 



<210> 4 
<211> 494 
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<212> DNA 

<213> Homo sapiens 



<400> 4 

gctcccccat acctgaacag caatgcccag 
aaggcaaggc agcagctgct ccaggccaat 
ggccacgggc cgccggaggt gctgcagcac 
cacactgcaa aatgtcaact tgaggtgccc 
cagccgctcc tcctgcatct cgtacaggct 
atgcacgctc ttggcctcac ccggtgcagc 
gctgcgggcc agacaccagc gggcacaggc 
ctggcactca gccagcaggc cccagtgctc 
tgtgatctga aggt 



taacactcac tacagagcct tgcagacacc 60 
gtcacccaca gagttgtagt ccagctgcag 120 
aaaggccagg gcagcacact cagtggggcc 180 
aacattcagg ccacgtgcag ccttccgagc 240 
ccggatgagc cagatgaacc cgggcatggc 300 
tggcgggatg gagtggaagt gcttgcggag 360 
ctggcgccgg agcagggcct tctcagatgt 420 
ccgggacaac agccctgcca ggaaggctgc 480 

494 



<210> 5 

<211> 540 

<212> DNA 

<213> Homo sapiens 



<400> 5 

atcaaaaccc tgagaggaca agggacattt 
ctcttgaaat ccaatggtct tttttcctta 
aaagttcaaa gaccttcaga actggcccca 
aaaactgcag gatagactct gaagcttacc 
aggcttcagc cagggcctgg gccccctcgt 
ggccaaaaga gtcaacagac agtgtcagtg 
aacagtcctc ctccctctgc agtcccagcc 
gcctcactgg ggctcctggt cccagcaaag 
gccaaactta acccaagagt tttcagtggc 



ccaagtcacc cagaaagact cgagtgtcct 60 
ctccattgcc taacattgtg gggtagaaat 120 
gctcctccct cttcacctga tctccccaag 180 
tgagccacct caagctctgg tgatcaccca 240 
cacccactct gttgccccag aatctgaaaa 300 
agtacctgat atgtgttcta gacatgaact 360 
agaggggcag gaccactcaa tcccagagtg 420 
tggacctgcc tccatctttt gggtgggatg 480 
tttacattac agacttagag aatagtagag 540 



<210> 6 

<211> 540 

<212> DNA 

<213> Homo sapiens 



<400> 6 

ctctactatt ctctaagtct gtaatgtaaa 
catcccaccc aaaagatgga ggcaggtcca 
cactctggga ttgagtggtc ctgcccctct 
agttcatgtc tagaacacat atcaggtact 
ttttcagatt ctggggcaac agagtgggtg 
tgggtgatca ccagagcttg aggtggctca 
cttggggaga tcaggtgaag agggaggagc 
atttctaccc cacaatgtta ggcaatggag 
aggacactcg agtctttctg ggtgacttgg 



gccactgaaa actcttgggt taagtttggc 60 
ctttgctggg accaggagcc ccagtgaggc 120 
ggctgggact gcagagggag gaggactgtt 180 
cactgacact gtctgttgac tcttttggcc 240 
acgagggggc ccaggccctg gctgaagcct 300 
ggtaagcttc agagtctatc ctgcagtttt 360 
tggggccagt tctgaaggtc tttgaacttt 420 
taaggaaaaa agaccattgg atttcaagag 480 
aaatgtccct tgtcctctca gggttttgat 540 



<210> 7 

<211> 541 

<212> DNA 

<213> Homo sapiens 
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<400> 7 

tttaaaaatg aaatcattgc tccctactta aagaggtaaa gacttctttc ttagacagag 60 

aatcagatcc ttcacatgca gaatcattct cactgaatgt cagaatcaga agggatcctc 120 

aaaattctgc' cattcctctc tcccgtcacc ccattttaca gatagaaaaa ctgaggttcg 180 

gagagctaaa acaggcctgc ccaggggcct taccagactt ccaggatggt gtcattcctt 240 

tcaaggggcc tgcaggaggg cttctgcccc taggtaggtg atgcagttat tggacaacct 300 

ggaaaagaag atacaatggt gagcttcaag gattcttggt tttcctcttg aaactgtcca 360 

gttaaagaga ctgcaggagt tagccagtct actgaagccc acctgtccct tagacacatc 420 

ctgctcatgt ctgagattcc caatgagctc atcaacaaag gctcagtacc atcagtgaaa 480 

tgtaaccgtc tctcttccat tcactagatg agtttatcaa attaagtagc cactccctta 540 
g 541 

<210> 8 

<211> 541 

<212> DNA 

<213> Homo sapiens 

<400> 8 

ctaagggagt ggctacttaa tttgataaac tcatctagtg aatggaagag agacggttac 60 
atttcactga tggtactgag cctttgttga tgagctcatt gggaatctca gacatgagca 120 
ggatgtgtct aagggacagg tgggcttcag tagactggct aactcctgca gtctctttaa 180 
ctggacagtt tcaagaggaa aaccaagaat ccttgaagct caccattgta tcttcttttc 240 
caggttgtcc aataactgca tcacctacct aggggcagaa gccctcctgc aggccccttg 300 
aaaggaatga caccatcctg gaagtctggt aaggcccctg ggcaggcctg ttttagctct 360 
ccgaacctca gtttttctat ctgtaaaatg gggtgacggg agagaggaat ggcagaattt 420 
tgaggatccc ttctgattct gacattcagt gagaatgatt ctgcatgtga aggatctgat 480 
tctctgtcta agaaagaagt ctttacctct ttaagtaggg agcaatgatt tcatttttaa 540 
a 541 

<210> 9 
<211> 1101 
<212> DNA 
<213> E. coli 

<220> 

<221> CDS 

<222> (1) . . . (1101) 

<400> 9 

atg aaa gtt aaa gta ctg tec etc ctg gtc cca get ctg ctg gta gca 48 
Met Lys Val Lys Val Leu Ser Leu Leu Val Pro Ala Leu Leu Val Ala 
15 10 15 

ggc gca gca aac get get gaa gtt tac aac aaa gae ggc aac aaa tta 96 
Gly Ala Ala Asn Ala Ala Glu Val Tyr Asn Lys Asp Gly Asn Lys Leu 
20 25 30 

gat ctg tac ggt aaa gta gae ggc ctg cac tat ttc tct gae aac aaa 144 
Asp Leu Tyr Gly Lys Val Asp Gly Leu His Tyr Phe Ser Asp Asn Lys 
35 40 45 



gat gta gat ggc gae eag ace tac atg egt ett ggc ttc aaa ggt gaa 
Asp Val Asp Gly Asp Gin Thr Tyr Met Arg Leu Gly Phe Lys Gly Glu 



192 
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50 55 60 

act cag gtt act gac cag ctg acc ggt tac ggc cag tgg gaa tat cag 240 
Thr Gin Val Thr Asp Gin Leu Thr Gly Tyr Gly Gin Trp Glu Tyr Gin 
65 70 75 80 

ate cag ggc aac age get gaa aac gaa aac aac tec tgg acc cgt gtg 288 
lie Gin Gly Asn Ser Ala Glu Asn Glu Asn Asn Ser Trp Thr Arg Val 
85 90 95 

gea ttc gea ggt ctg aaa ttc cag gat gtg ggt tet ttc gac tac ggt 336 
Ala Phe Ala Gly Leu Lys Phe Gin Asp Val Gly Ser Phe Asp Tyr Gly 
100 105 110 

cgt aac tac ggc gtt gtt tat gac gta act tec tgg acc gac gta ctg 384 
Arg Asn Tyr Gly Val Val Tyr Asp Val Thr Ser Trp Thr Asp Val Leu 
115 120 125 

cca gaa ttc ggt ggt gac acc tac ggt tet gac aac ttc atg cag cag 432 
Pro Glu Phe Gly Gly Asp Thr Tyr Gly Ser Asp Asn Phe Met Gin Gin 
130 135 140 

cgt ggt aac ggc ttc gcg acc tac cgt aac act gac ttc ttc ggt ctg 480 
Arg Gly Asn Gly Phe Ala Thr Tyr Arg Asn Thr Asp Phe Phe Gly Leu 
145 150 155 160 

gtt gac ggc ctg aac ttt get gtt cag tac cag ggt aaa aac ggc aac 528 
Val Asp Gly Leu Asn Phe Ala Val Gin Tyr Gin Gly Lys Asn Gly Asn 
165 170 175 

cca tet ggt gaa ggc ttt act agt ggc gta act aac aac ggt cgt gac 576 
Pro Ser Gly Glu Gly Phe Thr Ser Gly Val Thr Asn Asn Gly Arg Asp 
180 185 190 

gea ctg cgt caa aac ggc gac ggc gtc ggc ggt tet ate act tat gat 624 
Ala Leu Arg Gin Asn Gly Asp Gly Val Gly Gly Ser lie Thr Tyr Asp 
195 200 205 

tac gaa ggt ttc ggt ate ggt ggt gcg ate tec age tec aaa cgt act 672 
Tyr Glu Gly Phe Gly He Gly Gly Ala He Ser Ser Ser Lys Arg Thr 
210 215 220 

gat get cag aac acc get get tac ate ggt aac ggc gac cgt get gaa 720 
Asp Ala Gin Asn Thr Ala Ala Tyr He Gly Asn Gly Asp Arg Ala Glu 
225 230 235 240 

acc tac act ggt ggt ctg aaa tac gac get aac aac ate tac ctg get 768 
Thr Tyr Thr Gly Gly Leu Lys Tyr Asp Ala Asn Asn He Tyr Leu Ala 
245 250 255 

get cag tac ace cag ace tac aac gea act egc gta ggt tec ctg ggt 816 
Ala Gin Tyr Thr Gin Thr Tyr Asn Ala Thr Arg Val Gly Ser Leu Gly 
260 265 270 
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^S9 9^9 aaa gca cag aac ttc gaa get gtt get cag tac cag ttc 864 
Trp Ala Asn Lys Ala Gin Asn Phe Glu Ala Val Ala Gin Tyr Gin Phe 
275 280 285 

gac ttc ggt ctg cgt ccg tec ctg get tac ctg cag tet aaa ggt aaa 912 
Asp Phe Gly Leu Arg Pro Ser Leu Ala Tyr Leu Gin Ser Lys Gly Lys 
290 295 300 

aac ctg ggt cgt ggc tac gac gac gaa gat ate ctg aaa tat gtt gat 960 
Asn Leu Gly Arg Gly Tyr Asp Asp Glu Asp lie Leu Lys Tyr Val Asp 
305 310 315 320 

gtt ggt get ace tac tac ttc aac aaa aac atg tec ace tac gtt gac 1008 
Val Gly Ala Thr Tyr Tyr Phe Asn Lys Asn Met Ser Thr Tyr Val Asp 
325 330 335 

tac aaa ate aac ctg ctg gac gac aac cag ttc act cgt gac get ggc 1056 
Tyr Lys lie Asn Leu Leu Asp Asp Asn Gin Phe Thr Arg Asp Ala Gly 
340 345 350 

ate aac act gat aac ate gta get ctg ggt ctg gtt tac cag ttc 1101 
lie Asn Thr Asp Asn lie Val Ala Leu Gly Leu Val Tyr Gin Phe 
355 360 365 



<210> 10 
<211> 367 
<212> PRT 
<213> E. coli 

<400> 10 

Met Lys Val Lys Val Leu Ser Leu Leu Val Pro Ala Leu Leu Val Ala 

15 10 15 

Gly Ala Ala Asn Ala Ala Glu Val Tyr Asn Lys Asp Gly Asn Lys Leu 

20 25 30 

Asp Leu Tyr Gly Lys Val Asp Gly Leu His Tyr Phe Ser Asp Asn Lys 

35 40 45 

Asp Val Asp Gly Asp Gin Thr Tyr Met Arg Leu Gly Phe Lys Gly Glu 

50 55 60 

Thr Gin Val Thr Asp Gin Leu Thr Gly Tyr Gly Gin Trp Glu Tyr Gin 
65 70 75 80 

lie Gin Gly Asn Ser Ala Glu Asn Glu Asn Asn Ser Trp Thr Arg Val 

85 90 95 

Ala Phe Ala Gly Leu Lys Phe Gin Asp Val Gly Ser Phe Asp Tyr Gly 

100 105 110 

Arg Asn Tyr Gly Val Val Tyr Asp Val Thr Ser Trp Thr Asp Val Leu 

115 120 125 

Pro Glu Phe Gly Gly Asp Thr Tyr Gly Ser Asp Asn Phe Met Gin Gin 

130 135 140 

Arg Gly Asn Gly Phe Ala Thr Tyr Arg . Asn Thr Asp Phe Phe Gly Leu 
145 150 155 160 
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Val Asp Gly Leu Asn Phe Ala Val Gin Tyr Gin Gly Lys Asn Gly Asn 

165 170 175 

Pro Ser Gly Glu Gly Phe Thr Ser Gly Val Thr Asn Asn Gly Arg Asp 

180 185 190 

Ala Leu Arg Gin Asn Gly Asp Gly Val Gly Gly Ser lie Thr Tyr Asp 

195 200 205 

Tyr Glu Gly Phe Gly lie Gly Gly Ala lie Ser Ser Ser Lys Arg Thr 

210 215 220 

Asp Ala Gin Asn Thr Ala Ala Tyr lie Gly Asn Gly Asp Arg Ala Glu 
225 230 235 240 

Thr Tyr Thr Gly Gly Leu Lys Tyr Asp Ala Asn Asn lie Tyr Leu Ala 

245 250 255 

Ala Gin Tyr. Thr Gin Thr Tyr Asn Ala Thr Arg Val Gly Ser Leu Gly 

260 265 270 

Trp Ala Asn Lys Ala Gin Asn Phe Glu Ala Val Ala Gin Tyr Gin Phe 

275 280 285 

Asp Phe Gly Leu Arg Pro Ser Leu Ala Tyr Leu Gin Ser Lys Gly Lys 

290 295 300 

Asn Leu Gly Arg Gly Tyr Asp Asp Glu Asp lie Leu Lys Tyr Val Asp 
305 310 315 320 

Val Gly Ala Thr Tyr Tyr Phe Asn Lys Asn Met Ser Thr Tyr Val Asp 

325 330 335 

Tyr Lys lie Asn Leu Leu Asp Asp Asn Gin Phe Thr Arg Asp Ala Gly 

340 345 350 

lie Asn Thr Asp Asn lie Val Ala Leu Gly Leu Val Tyr Gin Phe 
355 360 365 



<210> 11 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 11 

ctggctgagt gccagacatc t .21 

<210> 12 
<211> 17 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 12 

ggcgggatgg agtggaa 17 



<210> 13 
<211> 21 
<212> DNA 



<213> Artificial Sequence 
<220> 

<223> primer 
<400> 13 

ccacctcaag ctctggtgat c 

<210> 14 

<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 14 

gttgactctt ttggcctttt ca^ 

<210> 15 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 15 

ccttaccaga cttccaggat ggt 

<210> 16 
<211> 25 
<212> DNA 

<213> Artificial Sec[uence 
<220> 

<223> primer 
<400> 16 

tgtccaataa ctgcatcacc tacct 

<210> 17 
<211> 13 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 

<400> 17 
tgctccggcg cca 



<210> 18 



<211> 14 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> primer 

<400> 18 
ctgctctggc gcca 

<210> 19 
<211> 16 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 19 

ctctgttgcc ccagaa 

<210> 20 
<211> 15 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 20 

ctctgttgcg ccaga 

<210> 21 
<211> 15 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 21 

ctttcaaggg cctgc 

<210> 22 
<211> 15 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 22 

cctttcaagg ggcct 



